following a pattern of logic similar to that of Vervier et al. (5) and hope to see further participation of corporations in creating open standards and data (6) .
Lastly, we urge caution when benchmarking methods that were trained/validated on different data sets. Assertions such as "exceeding the taxonomic resolution of other methods" (7) must be made with caution, as there are many appropriate approaches to dereplicate/differentiate microorganisms using MALDI-TOF MS. While many methods continue to focus solely on protein m/z regions, we previously developed a freely available, open-source MALDI-TOF MS-based pipeline (IDBac) to group bacterial isolates by protein MS spectra (2 to 20 kDa) in addition to specialized metabolite MS spectra (Ͻ2 kDa), allowing us to achieve rapid and accurate subspecies dereplication of environmental microbial isolates (8) (9) (10) . Therefore, when attempting to achieve subspecies resolution of isolates, we opine that it is advantageous to characterize microorganisms using as many orthogonal methods (metabolomics, genomics, proteomics) as possible. It is an exciting time for MALDI-TOF MS analytical and technical innovation, and in our opinion, we have only scratched the surface of its usefulness for both proteomics and metabolomics. Looking forward, establishing global reference data sets in addition to community standards for data analysis, data sharing, and method comparison will result in more accurate assessments of our ability to distinguish microbial strains at the subspecies level.
